SEQUENCE LISTING 



<110> Hodge, Martin R. 
Yowe, David 

<120> RGS-Containing Molecules and Uses Thereof 

<130> 5800-19, 035800/174680 

<140> 
<141> 

<160> 4 

<170> Patentln Ver. 2.0 

<210> 1 

<211> 2217 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (160) . . (867) 

<400> 1 

gaattcggct tccatcctaa tacgactcac tatagggctc gagcggccgc ccgggcaggt 60 

ataacttttt attctactat gtatatgtat ggaatagtat taataaatga actagggaag 120 

gatgtaataa attagacatc tcttcatttt agagagaag atg gaa aca aca ttg 174 

Met Glu Thr Thr Leu 
1 5 



222 



ctt ttc ttt tct caa ata aat atg tgt gaa tea aaa gaa aaa act ttt 
Leu Phe Phe Ser Gin lie Asn Met Cys Glu Ser Lys Glu Lys Thr Phe 
10 15 20 

ttc aag tta ata cat ggt tea gga aaa gaa gaa aca age aaa gaa gec 270 
Phe Lys Leu He His Gly Ser Gly Lys Glu Glu Thr Ser Lys Glu Ala 
25 30 35 

aaa ate aga get aag gaa aaa aga aat aga eta agt ctt ctt gtg cag 318 
Lys He Arg Ala Lys Glu Lys Arg Asn Arg Leu Ser Leu Leu Val Gin 
40 45 50 

aaa cct gag ttt cat gaa gac acc cgc tec agt aga tct ggg cac ttg 366 
Lys Pro Glu Phe His Glu Asp Thr Arg Ser Ser Arg Ser Gly His Leu 



1 



55 60 65 

gcc aaa gaa aca aga gtc tec cct gaa gag gca gtg aaa tgg ggt gaa 414 

Ala Lys Glu Thr Arg Val Ser Pro Glu Glu Ala Val Lys Trp Gly Glu 

70 75 80 85 

tea ttt gac aaa ctg ctt tec cat aga gat gga eta gag get ttt ace 4 62 

Ser Phe Asp Lys Leu Leu Ser His Arg Asp Gly Leu Glu Ala Phe Thr 

90 95 100 

aga ttt ctt aaa act gaa ttc agt gaa gaa aat att gaa ttt tgg ata 510 

Arg Phe Leu Lys Thr Glu Phe Ser Glu Glu Asn lie Glu Phe Trp lie 

105 110 115 

gcc tgt gaa gat ttc aag aaa age aag gga cct caa caa att cac ctt 558 

Ala Cys Glu Asp Phe Lys Lys Ser Lys Gly Pro Gin Gin lie His Leu 

120 125 130 

aaa gca aaa gca ata tat gag aaa ttt ata cag act gat gcc cca aaa 606 

Lys Ala Lys Ala lie Tyr Glu Lys Phe lie Gin Thr Asp Ala Pro Lys 

135 140 145 

gag gtt aac ctt gat ttt cac aca aaa gaa gtc att aca aac age ate 654 

Glu Val Asn Leu Asp Phe His Thr Lys Glu Val lie Thr Asn Ser lie 

150 155 160 165 

act caa cct ace etc cac agt ttt gat get gca caa age aga gtg tat 702 

Thr Gin Pro Thr Leu His Ser Phe Asp Ala Ala Gin Ser Arg Val Tyr 

170 175 180 

cag etc atg gaa caa gac agt tat aca cgt ttt ctg aaa tct gac ate 750 

Gin Leu Met Glu Gin Asp Ser Tyr Thr Arg Phe Leu Lys Ser Asp lie 

185 190 195 

tat tta gac ttg atg gaa gga aga cct cag aga cca aca aat ctt agg 798 

Tyr Leu Asp Leu Met Glu Gly Arg Pro Gin Arg Pro Thr Asn Leu Arg 

200 205 210 

aga cga tea cgc tea ttt acc tgc aat gaa ttc caa gat gta caa tea 846 

Arg Arg Ser Arg Ser Phe Thr Cys Asn Glu Phe Gin Asp Val Gin Ser 

215 220 225 

gat gtt gcc att tgg tta taa agaaaattga ttttgetcat ttttatgaca 897 
Asp Val Ala lie Trp Leu 
230 235 

aacttataca tetgettcta acatatcgea tgtttatgtt aagatttggt cccatccttt 957 
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aaactgaaat atgtcatgtg aaattatttt aaaaatgtaa aaacaaaact ttctgctaac 1017 
aaaatacata cagtatctgc cagtatattc tgtaaaacct tctatttgat gtcattccat 1077 
ttataatcag aaaaaaaact tatttcttaa tcaaaaggca gtacaaaaaa agtaataatg 1137 
ttttataaga ttgtagagtt aagtaaaagt taagcttttg caaagttgtc aaaagttcaa 1197 
acaaaagtct agttgggatt ttttaccaaa gcagcataat atgtgttata taaacataat 1257 
aatactcaga tatccaaatg ttcagatagc atttttcata atgaatgttc tctttttttt 1317 
ggtaatagtg tagaagtgat ctggttctta caatgggaga tgaagaacat ttattattgg 1377 
gttactacta accctgtccc aagaatagta atatcacctc tagttataag ccagcaacag 1437 
gaacttttgt gaagacacat tcatctctac agaacttcag attaaatata atctagatta 1497 
atgactgaga ataagatcca catttgaact cattcctaag tgaacatgga cgtacccagt 1557 
tatacaaagt acttctgttg gtcacagaaa catgaccaga ttttgcatat ctccaggtag 1617 
ggaactaagt agactacctt atcaccggct aagaaaactt gctactaaac tattaggcca 1677 
tcaatggctt gaataaaaac cagagaaggt ttttcccagg acgtctcatg tttggccctt 1737 
tagaattggg gtagaaatca gaaatgagat gaggggaaga agcaaggagt ctaaggccct 1797 
agcgatttgg gcatctgcca cattggttca tattcagaaa gtgttatctc attgattata 1857 
ttcttgttaa gcaaatctcc ttaagtaatt attattcaaa taagattata ctcatacatc 1917 
tatatgtcac tgttttaaag agatatttaa tttttaatgt gtgttacatg gtctgtaaat 1977 
atttgtattt aaaaatgcca tgcattaggc tttggaaatt taatgttagt tgaaatgtaa 2037 
aatgtgaaaa ctttagatca tttgtagtaa taaatatttt taacttcatt catacagtta 2097 
agtttatctg acaataaaag ctctgactga atgttgatta tccttcctat tatgtaataa 2157 
ggaataaaca ttttcttctt ttagagtaaa aaaaaaaaaa aaaaaaaaaa gggcggccgc 2217 



<210> 2 
<211> 235 
<212> PRT 

<2 13> Homo sapiens 



<400> 2 

Met Glu Thr Thr Leu Leu Phe Phe Ser Gin lie Asn Met Cys Glu Ser 
15 10 15 



Lys Glu Lys Thr Phe Phe Lys Leu lie His Gly Ser Gly Lys Glu Glu 
20 25 30 

Thr Ser Lys Glu Ala Lys lie Arg Ala Lys Glu Lys Arg Asn Arg Leu 
35 40 45 

Ser Leu Leu Val Gin Lys Pro Glu Phe His Glu Asp Thr Arg Ser Ser 
50 55 60 

Arg Ser Gly His Leu Ala Lys Glu Thr Arg Val Ser Pro Glu Glu Ala 
65 70 75 80 

Val Lys Trp Gly Glu Ser Phe Asp Lys Leu Leu Ser His Arg Asp Gly 
85 90 95 

Leu Glu Ala Phe Thr Arg Phe Leu Lys Thr Glu Phe Ser Glu Glu Asn 
100 105 110 

lie Glu Phe Trp lie Ala Cys Glu Asp Phe Lys Lys Ser Lys Gly Pro 
115 120 125 

Gin Gin lie His Leu Lys Ala Lys Ala lie Tyr Glu Lys Phe lie Gin 
130 135 140 

Thr Asp Ala Pro Lys Glu Val Asn Leu Asp Phe His Thr Lys Glu Val 
145 150 155 160 

lie Thr Asn Ser lie Thr Gin Pro Thr Leu His Ser Phe Asp Ala Ala 
165 170 175 

Gin Ser Arg Val Tyr Gin Leu Met Glu Gin Asp Ser Tyr Thr Arg Phe 
180 185 190 

Leu Lys Ser Asp lie Tyr Leu Asp Leu Met Glu Gly Arg Pro Gin Arg 
195 200 205 

Pro Thr Asn Leu Arg Arg Arg Ser Arg Ser Phe Thr Cys Asn Glu Phe 
210 215 220 

Gin Asp Val Gin Ser Asp Val Ala lie Trp Leu 
225 230 235 



<210> 3 



4 



<211> 1164 
<212> DNA 
<213> Mus sp. 



<220> 

<221> CDS 

<222> (134) . . (841) 



<400> 3 

tttttgtaag aaaaatctga ggaaagattc gggatagcgc tttattcagg atgttttcct 60 

atgaaatagc attcatctgt gggagagaga aggactaagg aaatctgaca tctgttggtc 120 

actgggacag aat atg gat atg tea ctg gtt ttc ttc tct caa tta aat 169 
Met Asp Met Ser Leu Val Phe Phe Ser Gin Leu Asn 
1 5 10 - 



atg tgt gaa tea aaa gag aaa act ttt ttc aaa eta atg cat ggg tea 217 
Met Cys Glu Ser Lys Glu Lys Thr Phe Phe Lys Leu Met His Gly Ser 
15 20 25 



ggg aaa gaa gaa aca age ate gag gee aaa ate aga gcg aaa gaa aaa 265 
Gly Lys Glu Glu Thr Ser lie Glu Ala Lys lie Arg Ala Lys Glu Lys 
30 35 40 



agg aat aga eta agt ctt etc eta cag agg cct gac ttc cat gga gag 313 
Arg Asn Arg Leu Ser Leu Leu Leu Gin Arg Pro Asp Phe His Gly Glu 
45 50 55 60 



act caa gee agt aga tct gee etc ttg gec aaa gaa aca aga gtc tct 361 
Thr Gin Ala Ser Arg Ser Ala Leu Leu Ala Lys Glu Thr Arg Val Ser 
65 70 75 



cct gaa gaa gca gtg aaa tgg get gaa tea ttt gac aaa ttg etc tct 409 
Pro Glu Glu Ala Val Lys Trp Ala Glu Ser Phe Asp Lys Leu Leu Ser 
80 85 90 



cat aga gat gga gtg gat get ttt ace aga ttt ctt aaa act gaa ttc 457 
His Arg Asp Gly Val Asp Ala Phe Thr Arg Phe Leu Lys Thr Glu Phe 
95 100 105 



agt gag gag aac att gaa ttt tgg gtc gee tgt gaa gac ttc aag aaa 505 
Ser Glu Glu Asn lie Glu Phe Trp Val Ala Cys Glu Asp Phe Lys Lys 
110 115 120 



tgc aag gaa cct caa caa ate ate eta aaa gca aag gca ate tat gag 553 
Cys Lys Glu Pro Gin Gin lie lie Leu Lys Ala Lys Ala lie Tyr Glu 
125 130 135 140 
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aaa ttc att cag aat gat gcc ccc aaa gag gtt aac att gat ttt cat 601 
Lys Phe lie Gin Asn Asp Ala Pro Lys Glu Val Asn lie Asp Phe His 
145 150 155 

act aaa gaa gta att get aag age ate gcc cag ccc act etc cac agt 64 9 
Thr Lys Glu Val lie Ala Lys Ser lie Ala Gin Pro Thr Leu His Ser 
160 165 170 

ttt gat acg gca caa age aga gtg tac cag etc atg gaa cat gac agt 697 
Phe Asp Thr Ala Gin Ser Arg Val Tyr Gin Leu Met Glu His Asp Ser 
175 180 185 

tat aaa cgc ttt ttg aaa tct gag acc tac tta cat ttg ata gaa gga 745 
Tyr Lys Arg Phe Leu Lys Ser Glu Thr Tyr Leu His Leu lie Glu Gly 
190 195 200 

aga cct cag aga cca aca aac ctt agg aga cga tea cga tea ttt act 7 93 
Arg Pro Gin Arg Pro Thr Asn Leu Arg Arg Arg Ser Arg Ser Phe Thr 
205 210 215 220 

tac aat gat ttc caa gat gta aag tea gat gtt gcc att tgg tta tga 841 
Tyr Asn Asp Phe Gin Asp Val Lys Ser Asp Val Ala lie Trp Leu 
225 230 235 

gtaaaagtca tttgtcttct tttgatagtg tatgtgtata tctaaaatat atactaatac 901 

taatgtgtac ttctaaaata tagcttgtgt ataagaagag atgatttcat ttttaaaata 961 

caccatgcaa atacatatta aatgtaagaa ctttttatat tatactaaaa taattcatca 1021 

tctatcttcc gaaatatttt atgaaaatct atctgatatt ctattctaat aaaattcttt 1081 

atttctacaa taacagtcag taagaagaag etttgaagee gaattccagc acactggegg 1141 

ceggtactag tggatccgag etc 1164 



<210> 4 
<211> 235 
<212> PRT 
<213> Mus sp. 

<400> 4 

Met Asp Met Ser Leu Val Phe Phe Ser Gin Leu Asn Met Cys Glu Ser 
15 10 15 

Lys Glu Lys Thr Phe Phe Lys Leu Met His Gly Ser Gly Lys Glu Glu 
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) 



20 25 30 

Thr Ser lie Glu Ala Lys lie Arg Ala Lys Glu Lys Arg Asn Arg Leu 
35 40 45 

Ser Leu Leu Leu Gin Arg Pro Asp Phe His Gly Glu Thr Gin Ala Ser 
50 55 60 

Arg Ser Ala Leu Leu Ala Lys Glu Thr Arg Val Ser Pro Glu Glu Ala 
65 70 75 80 

Val Lys Trp Ala Glu Ser Phe Asp Lys Leu Leu Ser His Arg Asp Gly 
85 90 95 

Val Asp Ala Phe Thr Arg Phe Leu Lys Thr Glu Phe Ser Glu Glu Asn 
100 105 110 - 

lie Glu Phe Trp Val Ala Cys Glu Asp Phe Lys Lys Cys Lys Glu Pro 
115 120 125 

Gin Gin lie lie Leu Lys Ala Lys Ala lie Tyr Glu Lys Phe lie Gin 
130 135 140 

Asn Asp Ala Pro Lys Glu Val Asn lie Asp Phe His Thr Lys Glu Val 
145 150 155 160 

lie Ala Lys Ser lie Ala Gin Pro Thr Leu His Ser Phe Asp Thr Ala 
165 170 175 

Gin Ser Arg Val Tyr Gin Leu Met Glu His Asp Ser Tyr Lys Arg Phe 
180 185 190 

Leu Lys Ser Glu Thr Tyr Leu His Leu lie Glu Gly Arg Pro Gin Arg 
195 200 205 

Pro Thr Asn Leu Arg Arg Arg Ser Arg Ser Phe Thr Tyr Asn Asp Phe 
210 215 220 

Gin Asp Val Lys Ser Asp Val Ala lie Trp Leu 
225 230 235 
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